Laboratory methods for the genetic analysis of DNA from Abbott's duiker Cephalophus spadix dung samples DNA extraction and microsatellite amplification DNA was extracted from dung samples with the QIAamp DNA Stool Mini Kit (QIAGEN) following the manufacturer's instructions, but including an extended incubation step of 20 to 30 min for digestion with proteinase K. This method uses spin columns with silica-gel membranes to bind DNA but to remove other material. Blanks were included in the majority of extraction series to control for contamination. For tissue samples we used a similar procedure (QIAGEN DNeasy Blood and Tissue Kit), with overnight digestion for dried skin samples.
Supplement. Laboratory methods for the genetic analysis of DNA from Abbott's duiker Cephalophus spadix dung samples

DNA extraction and microsatellite amplification
DNA was extracted from dung samples with the QIAamp DNA Stool Mini Kit (QIAGEN) following the manufacturer's instructions, but including an extended incubation step of 20 to 30 min for digestion with proteinase K. This method uses spin columns with silica-gel membranes to bind DNA but to remove other material. Blanks were included in the majority of extraction series to control for contamination. For tissue samples we used a similar procedure (QIAGEN DNeasy Blood and Tissue Kit), with overnight digestion for dried skin samples.
Fourteen dinucleotide microsatellite markers from other bovid species were selected from those initially screened by Ntie et al. (2010) . Only 7 loci amplified consistently with Abbott's duiker Cephalophus spadix samples, and these were incorporated into 2 PCR multiplexes (Table S1 ) and amplified under conditions modified from the QIAGEN Multiplex PCR kit (Table S2) . Difficulty in scoring stuttered peaks in BRRIBO was overcome by pig-tailing the reverse primer (Brownstein et al. 1996) . Optimal amplification in the multiplex MPLX1 required adjustment of relative primer concentrations in a pre-mixed solution (Table S3 ). In contrast, MPLX2 primers (BM143 and INRA05) were added directly to the PCR media at 0.9 μM each, with SR12 amplified in a single locus reaction and then combined with the others for automated sequencer analysis (Table S2) . PCR negative controls were run to test for contamination. 
